An aerobic, Gram-reaction-negative, oxidase-positive and catalase-positive strain, YCWB25
The Roseobacter clade, which is the largest group within the family Rhodobacteraceae, is a phylogenetically coherent and physiologically diverse group [1] [2] [3] . Most members of the Roseobacter clade are aquatic bacteria frequently found in the marine environment, especially in coastal and polar oceans, where the Roseobacter clade comprises 15-25 % of the total bacterioplankton communities [4] . Based on culture collections, 16S rRNA clone libraries and single-cell analyses, increasing numbers of bacteria belonging to the Roseobacter clade have been identified in most marine environmental samples. Recently several novel genera including Pseudooceanicola [5] , Paenirhodobacter [6] , Sinorhodobacter [7] , Pleomorphobacterium [8] , Maritimibacter [9] and Yangia pacifica [3] have been established. In this study, we describe a novel strain, YCWB25 T , which was isolated from saltern farm sediment. Comparative 16S rRNA gene sequence analysis indicated that strain YCWB25
T formed a distinct clade within the Roseobacter clade of the family Rhodobacteraceae. We determined the exact taxonmic position of strain YCWB25
T using a polyphasic characterization that included phenotypic and chemotaxonomic properties and phylogenetic position based on its 16S rRNA gene sequence.
The saltern farm sediment was sampled at Daqiao saltern, Jimo, Qingdao, on the east coast of China (0 m water depth, 120.82 E 36.50 N). Approximately, 1 g of sediment was suspended in 100 ml sterilized seawater and vortexed for 10 min. Bacterial isolates were obtained by plating serial 10-fold dilutions of the suspension onto modified marine agar medium 2216E and incubating at 28 C. After 5 days of incubation aerobically at 28 C, a pink colony, designated YCWB25
T , was picked. Sequential transfers were performed three times at intervals of 3 days. The purified strain was then stored in 2216E medium supplemented with 30 % (v/v) glycerol at À80 C.
The genomic DNA of strain YCWB25 T was extracted and purified according to the method of Marmur [10] . The 16S rRNA gene sequence was amplified by PCR with two bacterial universal primers, 27F (5¢-AGAGTTTGATCMTGGC TCAG-3¢) and 1492r (5¢-TACGGYTACCTTGTTACGAC-3¢) [10, 11] . The 16S rRNA gene sequence was compared with sequences of reference organisms from the EzTaxon server (http://www.ezbiocloud.net; [12] ). Phylogenetic trees were reconstructed by the neighbour-joining method [13] and maximum-likelihood method [14] with the MEGA 5 program package [15] . Phylogenetic analysis based on 16S Fig. 1 , the phylogenetic tree reconstructed with the neighbour-joining method based on 16S rRNA gene sequences showed that strain YCWB25
T formed an independent lineage within the Roseobacter clade, with its related species clustering according to different genera. The phylogenetic tree reconstructed using the maximumlikelihood method (Fig. S1, Lutimaribacter litoralis KCTC 23660 T . Cell morphology, cell size and the presence of flagellum were observed using transmission electron microscopy (H-7000; Hitachi). Production of bacteriochlorophyll was determined by spectrophotometric analysis as described previously [16] . Catalase activity was determined by bubble production in 3 % (v/v) H 2 O 2 solution [17] and an oxidase test was performed using the Dry Slide (Difco). Hydrolysis of agar, starch and Tween 80 was examined according to methods described by Dong and Cai [17] . Anaerobic growth was tested on marine agar 2216 at 28 C using the GasPak anaerobic system (BBL). The API 50CH (bioM erieux) system was used to test for acid production from carbohydrates and API ZYM to test for utilization of enzyme substrates according to the manufacturer's instructions, with an NaCl concentration of [18] . The pH range for growth was determined in marine broth 2216 over a pH range of 4-10 at an interval of 1 pH
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Additional nutritional features were determined by using the Biolog GN 2 microplate test panel according to the manufacturer's instruction, with the NaCl concentration set to 3.0 % (w/v). Antibiotic susceptibility tests were performed using the disc diffusion method, as described by Reva et al. [20] . Inhibition diameters were recorded after incubation at 28 C for 24 h under aerobic conditions.
Cells of strain YCWB25 T were strictly aerobic, ovoid to rod-shaped without flagella (Fig. S2) . The clones produced pink pigments and contained bacteriochlorophyll a. The strain was positive for oxidase, catalase and reduction of nitrate, but negative for Tween 80, and hydrolysis of gelatin and starch. Growth was observed in the presence of 1-10 % (w/v) NaCl, at 4-42 C and at pH 5.0-9.0. Optimum growth occurred with 3-5 % (w/v) NaCl, at 30 C and at pH 8.0. The isolate was able to utilize the following substrates as single carbon source: sodium succinate, sodium propionate, histidine, isoleucine and gluconate. Differential characteristics between strain YCWB25
T and other related strains tested in this study are shown in Table 1 . The strain was susceptible to penicillin (10 IU), ciprofloxacin (5 µg), chloramphenicol (30 µg), ceftriaxone (30 µg), streptomycin (10 µg), cephradine (30 µg), neomycin (30 µg), cephalexine (30 µg), vancomycin (30 µg), doxycycline (30 µg), norfloxacin (5 µg) and gentamicin (10 µg) but resistant to polymyxin B (300 IU), colistin sulfate (10 µg), jiemycin (10 µg) and clindamycin (2 µg). Other physiological characteristics are shown in the species description.
The genomic DNA G+C content was determined according to the method described by Mesbah and Whitman [21] . The DNA G+C content of the novel isolate YCWB25
T was 65.6 mol%. The chemotaxonomic study of strain YCWB25 T included isoprenoid quinone analyses and whole-cell fatty acids. The major respiratory quinone of strain YCWB25 T was ubiquinone 10 (Q-10), which was extracted from fresh cells with chloride/methanol (2 : 1, v/v) and analysed by reversedphase HPLC according to Komagata and Suzuki [22] . The total fatty acids in the whole cells grown on marine agar 2216 medium at 28 C for 48 h were extracted from freeze-dried cells, saponified and esterified followed by analysis according to the Microbial Identifiction System (MIDI; Microbial ID; [23] ) at Shanghai Public Health Clinical Center. The fatty acids results of the six strains are shown in Table 2 . The principal fatty acids (>5 %) of stain YCWB25
T were C 18 : 1 !7c (62.8 %), C 16 : 0 (13.1 %) and C 19 : 0 cyclo !8c (7.6 %), which accounted for more than 80 % of the total fatty acids. Strain YCWB25
T differed considerably in the content of C 19 : 0 cyclo !8c from the five related strains. Phylogenetic analysis based on 16S rRNA gene sequences indicated that strain YCWB25 T belongs to the Roseobacter clade of the family Rhodobacteraceae. However, it could not be assigned to any other known taxa. The differences in genotypic and chemotaxonomic results, as well as the phenotypic features and 16S rRNA gene sequences, separate the strain from phylogenetically related taxa and indicate that strain YCWB25
T represents a novel species of a new genus, for which the name Salinovum rubellum gen. nov., sp. nov. is proposed.
DESCRIPTION OF SALINOVUM GEN. NOV. 
DESCRIPTION OF
The description of the species is the same as given for the genus above with the following additions. Cells are aerobic, 0.6-1.0 µm wide and 0.9-1.8 µm long. Colonies are 0.5-1.0 mm in diameter and uniformly circular, convex, opaque and pink. Cells contain bacteriochlorophyll a. Growth occurs with 1-10 % (w/v) NaCl (optimal growth with 3-5 %), at pH 5.0-9.0 (optimal growth at pH 8.0) and at 4-42 C (optimal growth at 30 C). Negative for hydrolysis of Tween 80, gelatin and starch. In the API ZYM test, positive for alkaline phosphatase, esterase (C4), esterase lipase (C8), leucine arylamidase, valine aminopeptidase and acid phosphatase but negative for lipase (C14), cystine aminopeptidase, a-chymotrypsin, naphthol-AS-BIphosphoamidase, a-galactosidase, b-galactosidase, a-glucosidase, b-glucuronidase, N-acetyl-b-glucosaminidase, a-mannosidase and b-fucosidase. In API 20NE tests, positive for adipic acid and malic acid, weakly positive for arabinose, mannitol and phenylacetate, but negative for aesculin hydrolysis, nitrate reduction, indole production, gelatin hydrolysis, arginine dihydrolase, urease and Tween 80
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